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FIG. 3A 
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-600 AGAAGT GATCT GGGCT GGACA GAC TAGCT GAACT GG CCAGCTCT GGGTT C 

- 55 0 ATCAAG AAACC CTACC TCCAT AACATAAAGTGTG ATGGAGAAAGGCACC T 

ArebS 

- 5 0 0 AATGTC AACCT CAAAC CCCTA CCT GCATG TGCAC ACACA TACAT CCACA C 

- 4 5 0 CACACACACAC ACACA CACACACACACAC ACCAC ACACA CACAC ACACAA 

Nkx3.1 Fox factor bindin g sites 

-40 0 ATAAATAAGTAAATAAATAAAATATTTAGCTCTCCAGACCAAATCTTGGT 

Oct4 Pax8 

- 3 5 0 G AAACC CATGC ATTTG CAT TTGTGTGTGT CCTACAAACACTGAAGGTTAA 

Cdx2 

- 3 0 0 GAAGCATGCTC CTTAG TAATT TTATAGCAGTTTG CGTTT CCAGA TTGAAA 

Gata / Lmo2 

- 25 0 ACAGAT TCTAT AGGCT ACACA GTG CTAAATGGAT TATGC TCAGA TACAG A 

Smad3/4 

- 20 0 TTGAAA AGGATACAGATTGAAAAGGGTCGGGGTC TGGGCCAGGATGACGG 

p53 Stat1/5 

-150 GCCAAC TATCT TTGCC CGGGC TTGTCCTT CAGGG AAG GG TTACAGG ATT C 

Gata / Lmo2 

- 10 0 ACC ACT GGGGT G TGGC CTATC TGC T GTTA GG ACC TGAAT TG C CT GGAGT G 

Init iator stem-SHIP region . 

-50 TTTCTA GTT CCC ACTAG TTGTT GAACT XT ACC TTG AACCT CTGCT CCCAG 
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CLUSTAL W (1.82) multiple sequence alignment 



Hu SgHccS33ggattggagBtgtc^!tggS 

mo ctctgggttc"tBaa^aaccctacchccat~ 



'SHtggBtg 

'^CATjgAA' 



tgtgac 

GTGT 




'GA^gTCfflGT^ 



50 
60 



Hu G0GCCTGCATHTGGGHTG^^GGAgGGGAglTT 

Mo a5t gt c aac cBcaaaSc cBBSc c tBc a rcMa 




CAC 
CAC 




108 
120 



hu H- tgggB0gcS|ct^- - -StSttta&aStgH^ 

Mo BACACA^CAgAC C Acgcgc CAcgcgc A^clc aBaC A^A^ IIiH a IBt AAA tI a a t a jl 



164 
180 




GCATHGBjTASc^raTGTGTG^TGTGTGTGTGSfflTGHG^TGiSG 
- G cBcHC cBg^SaAA T C T|Eg T GAAAC C C AMHcAMTiHr! A 8It 



TgTGTGTGTGT 

tBtgtgtgtgt 



Hu TTgjT. 
Mo CgHIc! 





Pax8 




AAACAC 
AAACAC 


9gaaggtt 
Sgaaggtt 




C 
G 



CATG 
CATG 



GA-- 
CTCC 




TTT 
TTT 



GTCAC 
GCGTT 



224 
239 



281 
299 




Hu 
Mo 



Hu 
Mo 



TACAG 
TACAG 



TG»TT--- 
GA^ACAG. 



T C A^Ggjc TAC^C^AT T C 



GAAAAGGAT 






^Hagtt 


TGG 


C 


T 


Ba 


Mgc 


AGT 


^TAAA 


TGG 


A 


T 


Ha 


Hgc 



AAAACCT 
TC 




SggTncfflCTGT 

l^^aHtSaaaa 



gggthggg 
gggtBggg 



aagggatBgg 

TC 



Smad 3/4 
G^TGGGCCAG 
G^fflTGGGCCAG 



T-TGP 

aact! 



Hu 


C 


tggEBS 


TgMgG 


HgtgH 


Mo 


C 




rGgGG 


3gtg@ 



P53 motif +/- 

atctttgcccgggcttgtccttctggg 
a tctttgcccgggcttgtcct tcagggBag 

STAT 1/5 

GATA/Lmo2 

tct^^gHtag^ccBg 



gHSaa 

GG 



ttacHHgHttc 
ttac^gSttc 



tg 

AC 



i 



CTGgC 

IgctHt 



AG||lCgTGC 

ItIE^ga^tSaat 



TGCC 
TGCC 




tHtti C 

TffiTTI C 



!G 
TA 



GTgC 

gtBc 




TT 
TT 




CCKCTGCffiCCCAG 
CcBcTGcBcCCAG 



560 
560 



337 
3 54 



397 
402 



456 
462 



515 
514 
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#1) 5' half site 



#2) 5' half site 




S'jhalftSite 




3' half site 



SGGGCTTGTCC 



TTCA 



#3) 5' half site 



Consensus 

half-site p53 motif: RRRCWWGYYY 
R * P^ne; W = AorT; Y ■ pynmldfne 



FIG. 7 



